Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.003 Å; R factor = 0.034; wR factor = 0.092; data-to-parameter ratio = 19.3.
In the title compound, C 14 H 15 BrN 2 O 3 , the dihydropyrimidinone ring adopts a boat conformation. In the crystal, adjacent molecules are linked through N-HÁ Á ÁO hydrogen bonds forming an R 2 2 (8) ring motif and generating a zigzag chain extending in [010] .
Related literature
For general background to and the pharmaceutical applications of pyrimidinones, see: Biginelli (1891); Atwal (1990) ; Kappe (2000) . For a related structure, see: Fun et al. (2009) . For ring conformations, see : Cremer & Pople (1975) . For hydrogen-bond motifs, see: Bernstein et al. (1995) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). Data collection: APEX2 (Bruker, 2008 ); cell refinement: SAINT (Bruker, 2008) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 (Farrugia, 1997) ; software used to prepare material for publication: SHELXL97 and PLATON (Spek, 2009 ).
The ORTEP plot of the title molecule is shown in Fig.1 . In the present structure dihydropyrimidinone ring adopts a boat conformation with atoms N2 and C7 deviating by 0.159 (2) and 0.214 (2) Å, respectively from the least square plane defined by the remaining atoms N1/C8/C9/C10 in the ring.
The puckering parameters (Cremer & Pople, 1975) 
A mixture of ethylacetoacetate (5 mmol), 3-bromobenzaldehyde (5 mmol) and urea (6 mmol) was refluxed in ethanol in the presence of concentrated hydrochloric acid as catalyst. After the completion of reaction, it was quenched in ice cold water and the obtained precipitate was filtered, dried and crystallized from ethanol to obtain the title compound.
Refinement
All H atoms were positioned geometrically (N-H = 0.86 Å, C-H = 0.93-0.98 Å) and allowed to ride on their parent atoms, with 1.5U eq (C) for methyl H and 1.2 U eq (C,N) for other H atoms. 
